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Fig. 2 

SEQ. I.D. No. 1 



GTCOACCCAC gcgtccgaga agaaaaccct AGATTTCTCC GTCTCTCTAA TTTCCTTTCT 6 0 

CTCTCAAGCT TCTCAGAAAG TCTGACACTT TCGAGAATCT AATCTCCAAA TTTCTTGTCT 12 0 

TTTTGGAGAA GGAATCGAAT TATGTACAAG GAACGTAGTG GAGGAGGTGG TGGTGGGTCA 180 

TCGAGAT "AG AGATCCTCGG TGGAGCTATT GATCGGAAAC GAATC AA C G A TGCACTCAAT 24 0 

AAGAAACTAG AGAAATCTTC AACTTCCACC ACCACATCTA GGGTTTTCTC TTCTAAAGAC 3 00 

AAAGATCCCT TTTCCTTCAC ATCTACTAAA ACTCAGCTTC CTGATGTGGA ATCGGAAACT 360 

GATAGTGAAG GGTCTGATGT GAGTGGATCG GAGGGTGATG ATACGTCGTG GATCTCTTGG 42 0 

TTTTGTAATT TGAGAGGGAA TGATTTCTTC TGTGAAGTCG ATGAAGATTA TATTCAAGAT 4 80 

GATTTCAATC TTTGTGGTTT AAGTGGTCAA GTCCCTTACT ATGATTATGC ACTTGATCTC 54 0 

ATTTTAGATG TTGATGCTTC CAACAGTGAG ATGTTTACTG ATGAACAGCA TGAAATGGTG 6 00 

GAATCAGC'IG CTGAGATGCT ATATGGTCTT ATTCATGTTC GTTACATTTT G ACT ACT AAA 66 0 

GGAATGGCTG CAATGACTGA GAAGTACAAG AACTGTGATT TCGGGAGATG CCCGAGAGTT 72 0 

TTCTGTTGCG GTCAGTCTTG TCTTCCAGTT GGACAATCCG ATATCCCGAG ATCGAGTACT 780 

GTG AAGATA T ACTGCCCTAA ATG GGAGGAT ATATCTTACC CGCGATCTAA ATTCCAAGGC 84 1 

AATATTCATC GAGCGTACTT TGGAACCACA TTCCCTCACT TGTTCTTGAT GACTTACGGG 900 

AA2TTAAAGC CGCAGAAGCC TA2TCAAAGC TATGTCCCAA AAATCTTTGG CTTCAAGGTA 961 

CACAAACCAT GATACTAGTG CTCTGCATTC TCAATGGTGA TACATTTAGT GGCTCTGTAA 102 0 

TTGCATCCGG ATGAGCAACT GAAACGATAG CTGCGGTGAC TGGAGCATAC ATCAACCATT 1080 



Fig. 3 

SEQ. I.D. No. 2 



Met Tyr Lys Glu Arg Ser Gly Gly Gly Gly Gly Gly Ser Ser Arg Ser Glu lie Leu Gly 2 0 

Sly Ala lie Asp Arg Lys Arg lie Asn Asp Ala Leu Asn Lys Lys Leu 21 u Lys Ser Ser 4 0 

Thr 6i_-v Thr Thr Thr Ser Arg Val Phe Sei Ser Lys Asp Lys Asp Pro Phe Ser Phe Thr 60 

Ser Thr Lys Thr Gin Leu Pro Asp Val Glu Ser Glu Thr Asp Ser Glu Hy Ser Asp Val 8 0 

Ser Hy Ser Glu Gly Asp Asp Thr- ser Trp lie oer Trp Phe Cys Asn Leu Arg Gly Asn 100 

Asp Phe Phe Cys Glu Val Asp Glu Asp Tyr lie Gin Asp Asp Phe Asn Leu Cys Gly Leu 12 0 

Ser Gly Gin Val Pro Tyr Tyr Asp Tyr Ala Leu Asp Leu lie Leu Asp Val Asp Ala Ser 1<10 

Asn Ser Glu Met Phe Thr Asp Glu Gin His Glu Met Val Glu Ser Ala Ala Glu Met Leu 16 -j 

Tyr Gly Leu lie His Val Arg Tyr lie Leu Thr Thr Lys Gly Met Ala Ala Met Thr Glu lb.' 

Lys Tyr Lys Asn Tys Asp Phe Gly Arg Cys Pro Arg Val Phe Cys Cys Gly Gin Ser Cys 2 0 j 

Leu Pro Val Gly Gin Ser Asp lie Pro Arg Ser Ser Thr Val Lys He Tyr Cys Pro Lys 22-j 

Lys Glu Asp He Ser Tyr Pro Arg Ser Lys Phe Gin Gly Asn He Asp Gly Ala Tyr Phe 2-i 1 

Gly Thr Thr Phe Pro His Leu Phe Leu Met Thr Tyr Gly Asn Leu Lys Pro Gin Lys Pro 2 6 .■ 

Thr Gin Ser Tyr Val Pro Lys He Phe Gly Phe Lys Val His Lys Pro 2~,v 
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